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Fig. S1. Reverse-transcribed PCR validation of the C. cladosporioides MD2 unigenes. Ten of the C.

cladosporioides MD2 unigenes were randomly selected for reverse-transcribed PCR (RT-PCR)
validation. The results showed that these selected unigenes got right amplifications. M: DL2000 marker;
lane 1-10 was the amplification products of unigenes of c3348 g1, c14778 gl, c2571 gl, c10254 gl,

cl1322 g1,c¢6738 gl,cl13171 gl,cl11554 gl,c13227 gl and c13492 g1, respectively.



Table S1. The primers of the ten unigenes for Reverse-Transcribed PCR (RT-PCR) validation.

Unigene IDs Primers
Forward: 5°- ATGCTGCTCGCTTCTACCCTC -3’
c13492_gl Reverse: 5°- TCAGTCCAGGGAACCGGGATGCG -3’
Forward: 5°- ATGGCCTTGGTTTATCGCAA -3’
cl3227 a1 Reverse: 5°- CTACCTCACAATCACCACCG -3’
c11554 g1 Forward: 5°- ATGGAAGGCGTGACATAT -3’
Reverse: 5°- TCATGACAGCAGGGAGCC -3’
Forward: 5°- ATGACTGGCGCGAGAAAAG -3’
cl317l_gl Reverse: 5°- TCAGTCCGCGAAAGTTCTTG -3’
¢3348 g1 Forward: 5°- ATGCTCGCAAGCATTGCTTTTTCTG -3’
- Reverse: 5°- TTAAGCAGTCGGATACGGGTAGTTC -3°
Forward: 5°- ATGCCTTATTTCAACATCTGCG -3’
c14778_gl Reverse: 5°- TCACCAGAACACCCCATTGATAG -3’
Forward: 5°- ATGTCGCTGTTTGAGCCC -3’
c2>71_gl Reverse: 5°- TCACTTACCACCGCCAATG -3°
¢10254 g1 Forward: 5°- ATGGCCGGAATGGCAATC -3’
Reverse: 5’- CTACAATCTCGCCTTGGG -3°
Forward: 5°- ATGCACGCTTTCGCAATCT -3’
cl1s2z_gl Reverse: 5°- TCAAGCAGAGCATTTCCCTT -3’
Forward: 5°- ATGAGTCTGCAGGTGCCCGTC -3’
c6738 gl

Reverse: 5°- TTACATGATGATCTCGTTTTGTACG -3’

Table S2. GO annotation of the C. cladosporioides MD2 unigenes.

GO ID (Lev2) GO Term (Lev2) GO Term (Levl) Gene Number
GO0:0005215  transporter activity Molecular Function 726
G0:0030234  enzyme regulator activity Molecular Function 105
G0:0098772  molecular function regulator Molecular Function 170
GO0:0016530  metallochaperone activity Molecular Function 4
GO0:0003824  catalytic activity Molecular Function 4156
GO0:0005198  structural molecule activity Molecular Function 245
G0:0016247  channel regulator activity Molecular Function 34
GO:0060089  molecular transducer activity Molecular Function 167
G0:0005488  binding Molecular Function 4519
GO0:0030545  receptor regulator activity Molecular Function 9
GO0:0016209  antioxidant activity Molecular Function 49
GO0:0005085  guanyl-nucleotide exchange factor activity Molecular Function 12
G0:0000988  protein binding transcription factor activity Molecular Function 118
GO0:0001071  nucleic acid binding transcription factor activity Molecular Function 415
GO0:0032501  multicellular organismal process Biological Process 132
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Table S3. KEGG classification of the C. cladosporioides MD2 unigenes.

Pathway Hierarchyl Pathway Hierarchy?2 KEGG Pathway Pathway ID  Gene Number
Metabolism Overview Biosynthesis of amino acids k001230 157
Metabolism Overview Carbon metabolism k001200 150
Genetic Information
Translation Ribosome ko03010 104
Processing
Genetic Information
Transcription Spliceosome ko03040 97
Processing
Metabolism Nucleotide metabolism Purine metabolism k000230 79
Metabolism Carbohydrate metabolism  Starch and sucrose metabolism k000500 78
Cellular Processes Cell growth and death Cell cycle - yeast ko04111 78
Genetic Information Folding, sorting and Protein processing in
ko04141 74
Processing degradation endoplasmic reticulum
Cellular Processes Transport and catabolism Peroxisome k004146 67
Metabolism Carbohydrate metabolism  Glycolysis / Gluconeogenesis k000010 61
Metabolism Energy metabolism Oxidative phosphorylation k000190 59
Glycine, serine and threonine
Metabolism Amino acid metabolism ko00260 59
metabolism
Genetic Information
Translation RNA transport ko03013 59
Processing
Cellular Processes Cell growth and death Meiosis - yeast k004113 59
Metabolism Nucleotide metabolism Pyrimidine metabolism k000240 57
Amino sugar and nucleotide
Metabolism Carbohydrate metabolism ko00520 56
sugar metabolism
Cellular Processes Transport and catabolism Endocytosis ko04144 55
Genetic Information Folding, sorting and o ) )
Ubiquitin mediated proteolysis ko04120 54
Processing degradation
Cellular Processes Cell growth and death Cell cycle ko04110 53
Glyoxylate and dicarboxylate
Metabolism Carbohydrate metabolism ko00630 52
metabolism
2-Oxocarboxylic acid
Metabolism Overview k001210 52
metabolism
Genetic Information Ribosome biogenesis in
Translation ko03008 51
Processing eukaryotes
Arginine and proline
Metabolism Amino acid metabolism ko00330 49
metabolism
Genetic Information Folding, sorting and
RNA degradation ko03018 47
Processing degradation
Metabolism Energy metabolism Methane metabolism ko00680 46
Metabolism Overview Fatty acid metabolism k001212 46
Cysteine and methionine
Metabolism Amino acid metabolism k000270 44
metabolism
Metabolism Amino acid metabolism Phenylalanine metabolism k000360 44
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ko00471

k000550

w W w W w



Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Organismal Systems

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Metabolism

Glycan biosynthesis and
metabolism

Metabolism of cofactors
and vitamins

Metabolism of terpenoids
and polyketides
Biosynthesis of other
secondary metabolites
Biosynthesis of other
secondary metabolites
Biosynthesis of other
secondary metabolites
Metabolism of terpenoids
and polyketides
Digestive system
Biosynthesis of other
secondary metabolites
Metabolism of terpenoids
and polyketides
Xenobiotics
biodegradation and
metabolism

Xenobiotics
biodegradation and
metabolism

Metabolism of terpenoids
and polyketides
Xenobiotics
biodegradation and
metabolism

Biosynthesis of other
secondary metabolites
Metabolism of terpenoids
and polyketides
Metabolism of terpenoids
and polyketides
Metabolism of terpenoids
and polyketides
Biosynthesis of other
secondary metabolites
Biosynthesis of other
secondary metabolites
Biosynthesis of other

secondary metabolites

Glycosphingolipid biosynthesis

- globo series

Lipoic acid metabolism

Sesquiterpenoid and

triterpenoid biosynthesis

Flavonoid biosynthesis

Stilbenoid, diarylheptanoid and

gingerol biosynthesis

Betalain biosynthesis

Nonribosomal peptide
structures

Mineral absorption

Aflatoxin biosynthesis

Geraniol degradation

Chlorocyclohexane and

chlorobenzene degradation

Fluorobenzoate degradation

Polyketide sugar unit

biosynthesis

Toluene degradation

Indole alkaloid biosynthesis

Brassinosteroid biosynthesis

Carotenoid biosynthesis

Zeatin biosynthesis

Isoflavonoid biosynthesis

Flavone and flavonol

biosynthesis

Glucosinolate biosynthesis

ko00603

ko00785

ko00909

ko00941

ko00945

ko00965

k001054

ko04978

k000254

k000281

ko00361

ko00364

k000523

k000623

k000901

k000905

k000906

ko00908

k000943

k000944

k000966



Metabolism of terpenoids
Metabolism Insect hormone biosynthesis ko00981 1
and polyketides

Metabolism of terpenoids ~ Biosynthesis of vancomycin

Metabolism ko01055 1

and polyketides group antibiotics
Environmental

Membrane transport Bacterial secretion system ko03070 1
Information Processing
Environmental Signaling molecules and Neuroactive ligand-receptor

ko04080 1

Information Processing interaction interaction
Environmental

Signal transduction Jak-STAT signaling pathway ko04630 1
Information Processing
Organismal Systems Environmental adaptation  Circadian rhythm - fly ko04711 1

Table S4. Enzymes and related unigenes in the potential fungal taxol biosynthesis pathway of C.
cladosporioides MD2.

Abbreviation

of enzymes Enzymes Number Unigene IDs
AACT acetyl-CoA C-acetyltransferase EC:2.3.1.9 2 €12899_g1,c8934_g1
HMGS hydroxymethylglutaryl-CoA synthase EC:2.3.3.10 1 c13511_g1

hydroxymethylglutaryl-CoA reductase

HMGR (NADPH) EC:1.1.1.34 1 c14615_gl
MK mevalonate kinase EC:2.7.1.36 1 €12988_g1
MDD diphosphomevalonate decarboxylase EC:4.1.1.33 1 €10355_g1

isopentenyl-diphosphate Delta-
IPI isomerase EC:5.3.3.2 c11713 g1
€10023_g1

¢1886_g1

FDPS farnesyl diphosphate synthase EC:25.1.1
GGPPs geranylgeranyl diphosphate synthase EC:2.5.1.29

N

TS taxadiene synthase EC:4.2.3.17 €11040_g1
c9962_g1, c12628 g1,
€2186_g1, c8872_g1,
€6331_g1, c2364_g1,
c11767_g1, c6828_g1,
€5652_g1, c6036_g1,
€15016_g1, c1021_g1,
c13571_g1, c1481 g1,
c4632_g3, c4707_g1,
€5994 g1, c5767_g1,
T5aH taxadiene 5-alpha-hydroxylase EC:1.14.99.37 21 c5237_g1, c3501_g1, c240 g1
€2078 g1, c2045_g1,
c11556_g1, c15030_g1,
T13aH taxane 13-alpha-hydroxylase EC:1.14.13.77 17 c4799_g1, c4952_g1,



c3717_g1, c14211_g1,c22_g1,
c10076_g1, c14298_g1,
€3976_g1, c13288_g1,
c11506_g1, c6963_g1,
c8724_g1, c5859_gl
2-alpha-hydroxytaxane 2-O-
TBT benzoyltransferase EC:2.3.1.166 1 c5600_g1




